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C. elegans Gaq/25 

1 MACCLSEEAR EQKRINQEIE KQLQRDKRNA RRELKLLLLG TGESGKSTFI KQMRIIHGQG 

61 YSEEDKRAHI RLVYQNVFMA IQSMIRAMDT LDIKFGNESE ELQEKAAVVR EVDFESVTSF 

121 EEPYVSYIKE LWEDSGIQEC YDRRREYQLT DSAKYYLSDL RRLAVPDYLP TEQDILRVRV 

181 PTTGIIEYPF DLEQIIFRMV DVGGQRSERR KWIHCFENVT SIMFLVALSE YDQVLVECDN 

241 ENRMEESKAL FRTIITYPWF TNSSVILFLN KKDLLEEKIL YSHLADYFPE YDGPPRDPIA 

301 AREFILKMFV DLNPDADKII YSHFTCATDT ENIRFVFAAV KDTILQHNLK YIGLC 
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C. eleg-ans G<Xq/s9 

1 MACCLSEEAR EQKRINQEIE KQLQRDKRNA RRELKLLLLG TGESGKSTFI KQMRIIHGQG 

61 YSEEDKRAHI RLVYQNVFMA IQSMIRAMDT LDIKFGNESE ELQEKAAVVR EVDFESVTSF 

121 EEPYVSYIKE LWEDSGIQEC YDRRREYQLT DSAKYYLSDL RRLAVPDYLP TEQDILRVRV 

181 PTTGIIEYPF DLEQIIFRMV DVGGQRSERR KWIHCFENVT SIMFLVALSE YDQVLVECDN 

241 ENRMEESKAL FRTIITYPWF TNSSVILFLN KKDLLEEKIL YSHLADYFPE YDGPPRDPIA 

301 AREFILKMFV DLNPDADKII YSHFTCATDT ENIRFVFAAV KDTILQMHLR QYELL 



C. elegans Gaq/s2i 

1 MACCLSEEAR EQKRINQEIE KQLQRDKRNA 

61 YSEEDKRAHI RLVYQNVFMA IQSMIRAMDT 

121 EEPYVSYIKE LWEDSGIQEC YDRRREYQLT 

181 PTTGIIEYPF DLEQIIFRMV DVGGQRSERR 

241 ENRMEESKAL FRTIITYPWF TNSSVILFLN 

301 AREFILKMFV DLNPDADKII YSHFTCATDT 
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C. elegans Ga^/iiis) 

1 MACCLSEEAR EQKRINQEIE KQLQRDKRNA RRELKLLLLG TGESGKSTFI KQMRIIHGQG 

61 YSEEDKRAHI RLVYQNVFMA IQSMIRAMDT LDIKFGNESE ELQEKAAVVR EVDFESVTSF 

121 EEPYVSYIKE LWEDSGIQEC YDRRREYQLT DSAKYYLSDL RRLAVPDYLP TEQDILRVRV 

181 PTTGIIEYPF DLEQIIFRMV DVGGQRSERR KWIHCFENVT SIMFLVALSE YDQVLVECDN 

241 ENRMEESKAL FRTIITYPWF TNSSVILFLN KKDLLEEKIL YSHLADYFPE YDGPPRDPIA 

301 AREFILKMFV DLNPDADKII YSHFTCATDT ENIRFVFAAV KDTILQHNLK ECGLY 
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1 MECCLSEEAK EQKRINQEIE KQLRRDKRDA 
61 YSDEDKRGYI KLVFQNIFMA MQSMIKAMDM 
121 PYLNAIKTLW DDAGIQECYD RRREYQLTDS 
181 TGIIEYPFDL EEIRFRMVDV GGQRSERRKW 
241 RMEESKALFR TIITYPWFQN SSVILFLNKK 
301 EFILRMFVDL NPDSEKIIYS HFTCATDTEN 



RRELKLLLLG TGESGKSTFI KQMRIIHGSG 
LKISYGQGEH SELADLVMSI DYETVTTFED 
AKYYLKDLDR VAQPAYLPTE QDILRVRVPT 
IHCFENVTSI IFLVALSEYD QILFESDNEN 
DLLEEKIMYS HLVDYFPEYD GPQRDAITAR 
IRFVFAAVKD TILQSNLKYI GLC 
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FIGURE 5A 
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FIGURE 5C 
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